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The article published in 2013 [1] described the use of the available Brachyspira multilocus sequence typing (MLST) scheme [2] to characterize the population structure of the intestinal spirochete Brachyspira pilosicoli. It used sequences of seven loci that were amplified from 131 strains that had been isolated from different geographical origins and species.
Recently we sequenced the full genomes of 34 of these isolates, and identified some sequence errors for the genes used in the MLST analysis. We attempted to grow the remaining 97 isolates, but 17 could not be recovered from storage. The sequences at the seven loci for the remaining 80 isolates were determined using the Dye Termination method, and additional minor sequence errors were identified. All these sequencing errors have been corrected in the PubMLST site (http://pubml st.org/ brach yspir a/). Table 1 
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